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Abstract
— Results

Single-cell RNA sequencing (scRNA-Seq) has significantly advanced our

understanding of cell development and heterogeneity in complex
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* Our data demonstrate consistency across both standalone scATAC-
Seqg and multiomic scATAC-Seq + scRNA-Seq analyses.

* Results of our pipeline are formatted for immediate compatibility For Research Use Only. Not for use in diagnostic or therapeutic procedures. BD, the BD logo

with commonly used bioinformatic tools, allowing a quick and easy are trademarks of Becton, Dickinson and Company. All other trademarks are the property of
) their respective owners. © 2024 BD. All rights reserved. BD-121515 (v1.0) 0424
start to downstream analysis.




